We conducted a multivariable analysis to assess the associations between the weight mismatch groups and the outcomes being considered, after accounting for the potentially confounding effects of various demographic and perioperative characteristics.
the groups, which was not easily interpretable. To make the results more comprehensible, the coefficients were antilogged so they represented the fold-difference in creatinine for the stated group, compared to the reference.
All of the multivariable analyses were based on complete case analyses, meaning that cases with missing data for any of the variables being considered were excluded from the analysis.
Thus, to ensure the maximum number of cases were present in the final analysis, we used a 3-step approach to prevent the loss of patients who were missing data for nonsignificant variables.
1. First, we performed the analysis including all the variables known to influence patient and graft outcomes.
Any of the variables with substantial quantities of missing data (eg, Recipient BMI,
Recipient CMV) that were not selected for inclusion in the final model were excluded from the analysis, and a second model produced.
3. The variables found to be significant independent predictors of the outcome in the final model were then entered into a new model, alongside the weight groups, in order to prevent the exclusion of patients with missing data in the variables found not to be significant This is a parsimonious model from a forwards stepwise Cox regression analysis. n = 11016 after the exclusion of patients due to missing data. Bold p values are significant at p<0.05. CIT, Cold Ischemia Time All statistics are relative to the donor-recipient match group (75% -125%). *Survival outcomes were analysed using Cox regression models, and the reported statistics are hazard ratios. ‡ Creatinine was found to follow a skewed distribution, and so was log10-transformed, then analysed using a general linear model. The resulting coefficients were then antilogged, and are reported as fold-differences in creatinine levels between groups. § DGF was analysed using a binary logistic regression model, and the reported statistics are odds ratios. Values in Brackets are 95% percent confidence intervals. The "N" column reports the number of patients included in each analysis, after excluding those with missing data on one of the factors in the final model. BSA; Body Surface Area, DCGL; Death Censored Graft Loss, DGF; Delayed Graft Function. Bold p values are significant at p<0.05 All statistics are relative to the donor-recipient match group (75% -125%). *Survival outcomes were analysed using Cox regression models, and the reported statistics are hazard ratios. ‡ Creatinine was found to follow a skewed distribution, and so was log10-transformed, then analysed using a general linear model. The resulting coefficients were then antilogged, and are reported as fold-differences in creatinine levels between groups. § DGF was analysed using a binary logistic regression model, and the reported statistics are odds ratios. Values in Brackets are 95% percent confidence intervals. The "N" column reports the number of patients included in each analysis, after excluding those with missing data on one of the factors in the final model. BSA; Body Surface Area, DCGL; Death Censored Graft Loss, DGF; Delayed Graft Function. Bold p values are significant at p<0.05
